
ignment ] maximum amino acid _ 

HZ 

infer odi 



fentity alignment versus the total 



number of positions while introducing vacant positions artificially 
with the sequence of the/Tbp2 subunit of the respective reference 
strain, IM2169 or IM23«4, as shown in ID SEQ No. 1 or 3 , by total 
or partial deletion >of at least one domain of said IM2169 or IM2394 
type Tbp2 subunit^ provided the first and second domains are not 
totally deleted /simultaneous ly . — 



Claim 55, line 2 y please delete "derived" and substitute 
therefor — obtained-/. 

Claim 56, line 2, please delete "derived" and substitute 
therefor — obtained — , 



^3 



— 57. (Once amended,! A polypeptide according to claim 55, 
having an amino acid sequence which is [derived] obtained from the 
sequence of the IM2394 type Tbp2 subunit whose first, second and 
third domains are defined By [maximal homology alignment] maximum 

^ 1 

amino acid idonti - ty --alignmemt versus the total number of positions 
while introducing vacant positions artificially with the sequence 
of the Tbp2 subunit of reference strain IM2394, by total deletion 
of the third domain and byj^akrlfial or total deletion of the second 

2 subunit. — 

polypeptide according to claim 57, 
hich is [derived] obtained from the 
sequence of the IM2394 type Ti>p2 subunit whose first, second and 
third domains are defined by [maximal homology alignment] maximum 
amino acid identity alignment vtersus the total number of positions 
while introducing vacant positions artificially with the sequence 



domain of said IM2394 typ| 
— 58. (Once amendei 
having an amino acid se< 



nee 



e 




of the Tbp2 subunit of reference strain IM2394, by total deletion 
of the third domain, by partial or total deletion of the second 
domain of said IM2394 type Tpp2 subunit and which contains in full 
the first domain of the sequjence from which it is derived. — 

— 59. (Once amended) 1A polypeptide according to claim 57, 
having an amino acid sequence which is further [derived] obtained 
from the sequence of the 1MB 3 94 type Tbp2 subunit whose first, 
second and third domains lare defined by [maximal homology 
^/al ignment ] maximum amino acidl i dont - rby - alignment versus the total 
number of positions while introducing vacant positions artificially 
with the sequence of the Tbp2 Isubupit of reference strain IM2394, 
by partial deletion of the fitfst domain of said IM2394 type Tbp2 
subunit. — 

— 60. (Once amended) FlK ^polypeptide according to claim 58, 
having an amino acid sequence wnich is [derived] obtained from the 
sequence of the IM2394 type of Top 2 subunit whose first, second and 
third domain are defined by [maximal homology alignment] maximum 
amino acid - identity alignment vensus the total number of positions 
while introducing vacant positions artificially with the sequence 
of the Tbp2 subunit of reference strain IM2394, by deletion of the 
region of the second domain of tie IM2394 Tbp2 subunit which is 
homologous to the region of the second domain of the IM2394 Tbp2 



subunit, extending [form] from 



positions 326 to 341 to amino acic 

— 61. (Once amended) A polypeptide according to claim 55, 
having an amino acid sequence whicli is [derived] obtained from the 

1 



the amino acid in any one of 
in position 442. — 



6 



3 



sequence of the IM2394 typlp Tbp2 subunit whose first, second and 
third domains are defined bV [maximal homology alignment] maximum 
^ amino acid id entity " alignment versus the total number of positions 
while introducing vacant positions artificially with the sequences 
of the Tbp2 subunit of ref erenpe^st^rain IM2394, by partial deletion 
of the first domain of saij^IIt2^94 type Tbp2 subunit. — 

polypeptide according to claim 61, 
ce which is [derived] obtained from the 
sequence of the IM2394 type TbpC subunit whose first, second and 
third domains are defined by [mabcimal homology alignment] maximum 
amino acid identit y- alignment versus the total number of positions 
while introducing vacant positions artificially with the sequence 



— 62. (Once amended) 
having an amino acid sequ s 




of the Tbp2 subunit of reference s 



train IM2394, by deletion of all 



or part of the region which is 4 OIno l 0 9 ous to the region of the 
first domain of said IM2394 type Ttip2 subunit, extending from amino 
acid in position 1 to amino acid ih position 266. — _ 

Claim 63, line 2, please delete "derived" and substitute 
therefor — obtained—^* - 

Claim 64, line 2^y please delete "derived" and substitute 
therefor — obtained — / 





— 65. (Once amended) A polypeptide according to claim 63, 
having an amino acid sequence which is [derived] obtained from the 



sequence of the IM2169 type Tbp2 



third domains are defined by [i 



ubunit whose first, second and 
imal homology alignment] maximum 



amino acid a^teYTfebty- alignment rsus the total number of positions 



while introducing vacant positrons artificially with the sequence 



of the Tbp2 subunit of reference strain IM2169 by partial deletion 
of the second domain of said IM2169 type Tbp2 subunit. — 

— 66. (Once amended) Al polypeptide according to claim 65 , 
having an amino acid sequence which is [derived] obtained from the 
sequence of the IM2169 type Tnp2 subunit whose first, second and 
third domains are defined by [maximal homology alignment] maximum 
amino acid j^gffgj^fey- alignment versus the total number of positions 
while introducing vacant positions artificially with the sequence 
of the IM2169 Tbp2 subunit; byl deletion of at least one of the 
regions of the second domain of Ithe said IM2169 type Tbp2 subunit 
which are homologous to regions of IM2169 Tbp2 subunit, extending: 

(i) from amino acid 4 n position 362 to amino acid in 
position 379; 

(ii) from amino acid ij^position 418 to amino acid in 
position 444; 

(iii) from amino aci^ i§ position 465 to amino acid in 
position 481; 

(iv) from amino acdd iii position 500 to amino acid in 
position 520/-/ 

— 67. (Once amended)/ /A polypeptide according to claim 66, 
having an amino acid sequence which! is [derived] obtained from the 
sequence of the IM2169 type Tbp2 subunit, whose first, second and 




third domains are defined by [maxim 
amino acid «4€ tenti%y alignment versus 



1 homology alignment] maximum 
the total number of positions 



while introducing vacant positions cirtif icially with the sequence 



of the IM2169 Tbp2 subunit, by deletion of the regions of the 
second domain of said IM2169 type Tbp2 subunit which are homologous 
to said regions (i) to (iv) of the 142169 Tbp2 subunit. — 

— 68. (Once amended) A polypeptide according to claim 66 or 
67, having an amino acid sequence whi^h is [derived] obtained from 
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the sequence of the IM2169 type Tbp2 subunit whose first, second 
and third domains are defined by [maximal homology alignment] 

alignment versus the total number of 



^^ maximum amino acid xd entrit y 
positions while introducing 



vacant positions artificially with the 




sequence of the Tbp2 subunit 
deletion of the second domaih 
which contains in full, the 
type Tbp2 subunit. — 

— 69. (Once amended) 



of reference strain IM2169 by partial 
of said IM2169 type Tbp2 subunit and 
irst and third domains of said IM2169 



polypeptide according to claim 66 or 
67, having an amino acid sequence which is [derived] obtained from 
the sequence of the IM2169 t^pe Tbp2 strbunit whose first, second 
and third domains are defirjed Ypf [maximal homology alignment] 
maximum amino acid J ^ o rrb - ity ^alignment versus the total number of 



e 



positions while introducing /vaicant positions artificially with the 



sequence of the Tbp2 subun: 
deletion of the second domal/In, 
first domain and/or by narti< 
domain of said IM2169 type Tbp 



reference strain IM2169 by partial 
[by partial or total deletion of the 
|l or total deletion of the third 
subunit. — 



— 70. (Once amended) A polypeptide according to claim 63, 
having an amino acid sequence which is [derived] obtained from the 
sequence of the IM2169 type Tbp 2 subunit whose first, second and 
third domains are defined by [maximal homology alignment] maximum 
amino acid jdesteity. alignment ve[rsus the total number of positions 
while introducing vacant positions artificially with the sequence 



of the Tbp2 subunit of reference 



strain IM2169, by total deletion 



7 



of the third domain and by part: 
domain of said IM2169 type Tbp2 
— 71. (Once amended) A 



6 



of the IM2169 type Tbp2 subun 
domains are defined by [maximal 



al or total deletion of the second 
subunit. — 

olypeptide to claim 70, having an 



amino acid sequence which is [derived] obtained from the sequence 



: .t whose first , second and third 
homology alignment] maximum amino 



ff acid irdentrifcy- alignment versus tie total number of positions while 



introducing vacant positions artificially with the sequences for 



the Tbp2 subunit of reference strain IM2169, by total deletion of 
the third domain, by partial or tDtal deletion of the second domain 




of said IM2169 type Tbp2 subuni 
first domain of the sequence from 



—72. 



(Once amended) A pj 



from the sequence of the IM216 
second and third domains aye 
'^/'alignment] maximum amino acid A - 



and which contains in full the 
it is [derived] obtained . — 
according to claim 70, 




having an amino acid sequence wh: ch i£""further [derived] obtained 



type Tbp2 subunit whose first, 
defined by [maximal homology 
alignment versus the total 



number of positions while introducing vacant positions artificially 



with the sequences of the Tbp2 sul 



nit of reference strain IM2169, 
domain of said IM2169 type Tbp2 



by partial deletion of the first 
subunit. — 

— 73. (Once amended) A polypeptide according to claim 71, 
having an amino acid sequence which is [derived] obtained from the 
sequence of the IM2169 type Tbp2 subunit whose first, second and 
third domains are defined by [maximal homology alignment] maximum 



\£ amino acid Adontity alignment versi s the total number of positions 
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while introducing vacant positions artificially with the sequence 
of the Tbp2 subunit of reference strain IM2169, by deletion of the 
region of the second domain pf the said IM2169 type Tbp2 subunit 
which is homologous to the [region of the second domain of the 
IM2169 Tbp2 subunit, extending from the amino acid in any one of 
positions 346 to 361 to amino! acid in position 543. — 

— 74. (Once amended) Al polypeptide according to claim 70, 
having an amino acid sequence which is [derived] obtained from the 
sequence of the IM2169 type Thp2 subunit whose first, second and 
third domains are defined by [maximal homology alignment] maximum 
amino acid ideuatirfcy. alignment versus the total number of positions 



while introducing vacant positions artificially with the sequence 
of the Tbp2 subunit of reference strain IM2169, by partial deletion 
of the first domain of said IM2394 Jfe^pe Tbp2 subunit. — 



— 75. ( Once amended ) 
having an amino acid sequeh 
sequence of the IM2169 typ 



olypeptide according to claim 74, 
whiitr'is [derived] obtained from the 
bp2 Isubunit whose first, second and 
third domains are defined b^ / [maximal homology alignment] maximum 
amino acid 44ont±£$ alignment versms the total number of positions 
while introducing vacant positions! artificially with the sequence 
of the Tbp2 subunit of reference stpain IM2169, by deletion of all 
or part of the region which is homologous to the region of the 



first domain of said IM2169 type Tbp2 
acid in position 1 to amino acid in 



having an amino acid sequence which 



subunit, extending from amino 
position 281. — 



— 76. (Once amended) A polypeptide according to claim 63, 



is [derived] obtained from the 



sequence of the IM2169 type Tbpfc subunit whose first, second and 
third domains are defined by [ max imcfl^ioino logy alignment] maximum 
amino acid Trde ret-ity ^ alignment versus the total number of positions 
while introducing vacant positiork artificially with the sequence 
of the Tbp2 subunit of reference strain IM2169, by partial or total 
deletion of the first domain and/or by partial or total deletion of 
the third domain of said IM21691 type Tbp2 subunit and which 
contains in full, the second domain of said IM2169 type Tbp2 
subunit. — 



REMARKS 

By this amendment, Applicants have amended the claims so as to 
delete language considered objectionable by the Examiner and 
overcome the outstanding rejections under 35 U.S.C. § 112 and 35 
U.S.C. § 102(b). In addition, reference to sequence identifiers as 
required by the Examiner are now provided. For the reasons as 
stated below, Applicants submit that upon entrance of the present 
amendment, the outstanding rejections will be overcome and the case 
will be suitable for allowance. 

In the claims in their present form, the term "derived" which 
had been objected to by the Examiner, has now been replaced by the 
word "obtained", and Applicants submit that this term would be 
readily understood by one skilled in this art and would enable such 
a person to make and use the invention. In addition, Applicants 
now have replaced the term "maximal homology alignment" which was 
objected to by the Examiner with the phrase "maximum amino acid 
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